Figure 1 



Page 1 of 4 



Matter No.: 06501-101001 
Applicant(s): Katsumi Fujimoto et al. 
NOVEL BHLH TYPE TRANSCRIPTION FACTOR GENES 



hDEC2a 
DEC1 

MDEGIPHLQERQ — L- 



1EHRDFIGLDYSSLYMC-KPKRSMKR0-DTKDTYKLPHRLIEKKRRDRIN 61 



M-ERIPSAQPPPACLPKAPGLEHGDLPGMYPAHMYQVYKSRR6IKRSEDSKETYKLPHRLIEKKRR0RIN 69 



ECIAQLKOLLPEHLKLTTLGHLEKAVVLELTLKHLKALTALTEQQHQKIIALQNG ERSLKSPIQSO 127 

ECIAQLKDLLPEHLKLTTLGHLERAVVLELTLKHVKALTNLIDQQQQKIIALQSGLQAGELSGR-NVETG 138 



LDAFHSGFQTCAKEVLQYLSRFESWTPREPRCVQLINHLHAVATQFLPTPQLLTQQVPLSKGTGA — PS 1 94 
QEMFCSGFQTCAREVLQYLAKHEN-T-RDLKSSQLVTHIHRVVSELLQGGTSRKPSDPAPKVMDFKEKPS 206 



A-A-GSAAAPCLERAGQKLEPLAYCVPVIQRTQP-SAELAAENDTDTDSGYGGEAEARPD-R-E K- 254 

SPAKGSEG-P G-K — N — CVPVIQRTFAHSSGEQSGSDTDTDSGYGGESEKG-DLRSEGPCFKS 263 



— GK — GAGASRVTIKQEPPGEDSPAPK-RMKL-DSRGGG-SGGGPGGGAAAAAAALLGPDPAAAAALLR 317 
DHGRRFTMGERIGAIKQESE-E-PPTKKNRMQLSDOEGHFTSS D 305 



POAALLSSLVAFGGGGGAPFP-QPAAAAAPFCLPFCFLSP-SAAAAYVQPFLDKSGLEKYLYPAAAAAPF 385 
LISS— PFLG PHPHQP PFCLPF- YL I PPSATA- Yl-PML EKCWYPTSV~P- 349 



PLLYPGIPAPAAAAAAAAAAAAAAAAFPCLSSVLSPPPEKAGAAAATLL-PHEVAPLGAPHPQHPHGRTH 454 
VL-YPGLNASAAA LSSFMNP— DKISA — PLLMPQR — L— PSP 385 



LPFAGPREPGNPESSA— QE-DPSQPGK-EA-P 
LP-AHP SVOSSVLLQALKPIPPLNLETKO 



482 



(Homology 43%) 
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Figure 2 



hDEC2a 
hDEC2b 

MDEGIPHLQERQLLEHROFIGLOYSSLYMCKPKRSMKRDOTK — DTYKLPHRUEKKRRDRINECIAQIK 68 
MDEGIPHLQERQLLEHRDFIGLDYSSLYMCKPKRSMKRDDTKVSDTYKLPHRLIEKKRRDRINECIAQLK 70 



OLLPEHLKLTTLGHLEKAVVLELTLKHLKALTALTEQQHQKIIALQNGERSLKSPIQSOLDAFHSGFQTC 138 
DLLPEHLKLTTLGHLEKAVVLELTLKHLKALTALTEQQHQKIIALQNGERSLKSPIQSDLDAFHSGFQTC 140 



AKEVLQYLSRFESV/TPREPRCVQLINHLHAVATQFLPTPQLLTQQVPLSKGTGAPSAAGSAAAPCLERAG 208 
AKEVLQYLSRFESWTPREPRCVQLINHLHAVATQFLPTPQLLTQQVPLSKGTGAPSAAGSAAAPCLERAG 210 



QKLEPLAYCVPVIQRTQPSAELAAENDTDTDSGYGGEAEARPDREKGKGAGASRVTIKQEPPGEDSPAPK 278 
QKLEPLAYCVPVIQRTQPSAELAAENDTDTDSGYGGEAEARPOREKGKGAGASRVTIKQEPPGEDSPAPK 280 



RMKLOSRGGGSGGGPGGGAAAAAAALLGPDPAAAAALLRPDAALLSSLVAFGGGGGAPFPQPAAAAAPFC 348 
RMKLDSRGGGSGGGPGGGAAAAAAALLGPDPAAAAALLRPOAALLSSLVAFGGGGGAPFPQPAAAAAPFC 350 



LPFCFLSPSAAAAYVQPFLDKSGLEKYLYPAAAAAPFPLLYPGIPAPAAAAAAAAAAAAAAAAFPCLSSV 418 
LPFCFLSPSAAAAYVQPFLDKSGLEKYLYPAAAAAPFPILYPGIPAPAAAAAAAAAAAAAAAAFPCLSSV 420 

LSPPPEKAGAAAATLLPHEVAPLGAPHPQHPHGRTHLPFAGPREPGNPESSAQEDPSQPGKEAP 482 
LSPPPEKAGAAAATLLPHEVAPLGAPHPQHPHGRTHLPFAGPREPGNPESSAQEDPSQPGKEAP 484 
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hDEC2a 
mOEC2a 

MDEGIPHLQERQLLEHRDFIGLDYSSLYMCKPKRSMKRDDTKOTYKLPHRLIEKKRRORINECIAQLKDL 70 
MDEGIPHtQERQLLEHRDFIGLOYSSLYMCKPKRSLKRDDTKDTYKLPHRLIEKKRRDRINECIAQLKDL 70 



LPEHLKLTTLGHLEKAWLELTLKHLKALTALTEQQHQKI IALQNGERSLKSPIQSDLDAFHSGFQTCAK 1 40 
LPEHLKLTTLGHLEKAWLELTLKHLKALTALTEQQHQKIIALQNGERSLKSPVQADLDAFHSGFQTCAK 140 



EVLQYLSRFESWTPREPRCVQLINHLHAVATQFLPTPQLLTQQVPLSK-GTG-AP-SAAGSAAAPCLERA 207 
EVLQYLARFESWTPREPRCAQLVSHLHAVATQLL-TPQ VP-SGRGSGRAPCSA-G-AAA A 1 96 



-GQKLEPLAYCVPVIQRTQPSAELAAENDTDTDSGYGGEAEARPDREKGKGAGASRVTIKQEPPGEDS-P 275 
SGP — ERVARCVPVIQRTQPGTEP— EHDTDTDSGYGGEAE-QG-R A-A— V— KQEPP&-DSSP 249 



APKRMKLDSRGGGSGGGPGGGAAAAAAALLGPDPAAAAALLRPOAALLSSLVAFGGGGGAPFPQPAAAAA 345 
APKRPKLEARG ALLGPEPA LL — G SLVAL — GGGAPFAQPAAA — 288 



PFCLPFCFLSPSAAAAYVQPFLDKSGLEKYLYPAAAAAPFPLLYPGIPAPAAAAAAAAAAAAAAAAFPCL 41 5 
PFCLPFYLLSPSAAA-YVGPWLDKSGLDKYLYPAAAA-PFPLLYPGIPA AAAAAAAAAFPCL 348 



SSVLSPPPEKAGA-AAATLLPHEVAPLGAP-HPQHPHGRTHLPFAGPREPGNPESSAQEDPSOPGKEAP 482 
SSVLSPPPEKAGATAGAPFLAHEVAPPG-PLRPQHAHSRTHLPRAV NPESS-QEDATGPAKDAP 410 
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hOEC2a 
m0EC2a 
SHARP-1 



MDEGIPHLQERQLLEHRDFIGLDYSSLYMCKPKRSMKRDOTKDTYKLPHRLIEKKRRDRINECIAQLKDL 70 
MDE6IPHLQERQLLEHRDFIGLDYSSLYMCKPKRSLKR00TKDTYKLPHRLIEKKRRDRINECIAQLKDL 70 
MDEGIPHLQERQLLEHRDFIGLOYSSLYMCKPKRSLKRDDTKDTYKLPHRLIEKKRRDRINECIAQLKDL 70 



LPEHLKLnLGHLEKAWLELTLKHLKALTALTEQQHQKIIALONGERSLKSPIQSOLDAFHSGFQTCAK 140 
LPmLKLnLGHLEKAWLELTLKHLKALTALTEQQmKIIALQNGERSLKSPVQADLDAFHSGFQTCAK 140 
LPEHLKLmGHLEKAWLELTLKHLKALTALTEQQHQKIIALQNGERSLKSPVOAOLDAFHSGFQTCAK 140 



EVLQYLSRFESWTPREPRCVQLINHLHAVATQFLPTPQLLTGOVPLSK-GTG-AP-SAAGSAAAPCLERA 207 

EVLQYLARFESWTPREPRCAQLVSHLHAVATQLL-TPQ VP-SGRGSGRAPCSA-G-AAA A 1 96 

EVLQYLARFESWTPREPRCAQLVSHLHAVATGLL-TPQ VT-PGRGPGRAPCSA-G-AAA A 1 96 



-GQKLEPLAYCVPVIQRTQPSAELAAENDTOTDSGYGGEAEARPDREKGKGAGASRVTIKQEPPGEDS-P 275 

SGP— ERVARCVPVIQRTQPGTEP— EHOTDTDSGYGGEAE-QG-R A-A-V— KQEPPG-DSSP 249 

SGS— ERVARCVPVIQRTQPGTEP— EHDTDTDSGYGGEAE-QG-R A-A—V— KQEPPG-DPSL 249 



APKRMKLDSRGGGSGGGPGGGAAAAAAALLGPOPAAAAALLRPDAALLSSLVAFGGGGGAPFPGPAAAAA 345 

"APKRPKLEARG ALLGPEPA LL — G SIVAl— GGGAPFAQPAAA— 288 

RPRG 253 



PFCLPFCFLSPS AAAAYVQPFLDKSGL EKYLYPAAAAAPFPL L YPGI PAPAAAAAAAAAAAAAAAAFPCL 415 
PFCLPFYLISPSMA-WQPWLDKSGLDKYLYPAAAA-PFPLLYPGIPA AAAAAAAAAFPCL 348 



SSVLSPPPEKAGA-AAATLLPHEVAPLGAP-HPQHPHGRTHLPFAGPREPGNPESSAQEDPSQPGKEAP 482 
SSVLSPPPEKAGATAGAPFLAHEVAPPG-PLRPQHAHSRTHLPRAV NPESS-QEDATQPAKDAP 410 



